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FIGURE 2

Secondary Structure: large subunit ribosomal RNA - §' half
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Methylation of 23S rRNA
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FIGURE 5
Binding of L11 by inhibition of methylation
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FIGURE 8

Erythromycin resistance methyltransferase (erm)
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FIGURE 9

16S rRNA (E.Coli)
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Methylation modifications in the decoding site of 16S rRNA that confer resistance to
aminoglycoside antibiotics:

Methyltransferase converts G1405 to 7-methylguanosine
Methyltransferase converts A1408 to 1-methyladenosine
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FIGURE 10

Secondary Structure: large subunit ribosomal RNA - 5' half
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FIGURE 11
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small subunit ribosomal RNA

Secondary Structure

FIGURE 12
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for a pseudouridine synthase.
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FIGURE 13

large subunit ribosomal RNA - 5' half

Secondary Structure
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Figure 13

-

Agu
‘
AKX

'
350

CAGUGUGUGUGUY
GUCGUACACGUAA €

IR ERRE L]
]

S&-
Cen

GA
VP My

t

G
AGuaGSUeS, oy

(2407-2410)

ESCHERICHIA COLI

RELEASE



11/17

FIGURE 14

large subunit ribosomal RNA - 3' half

Secondary Structure
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Uridine (grey) residues in 23S rRNA that are substrates

for a pseudouridine synthase.
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FIGURE 15
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FIGURE 17
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FIGURE 19
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FIGURE 21
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FIGURE 22
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